. Intra-family multiple sequence alignment. In each alignment the families are indicated by '_x'.
Figure 2. Conformational landscape explored in Cdc34
UBC simulations. The free energy landscape is represented using projection of the Cdc34 UBC macro-trajectory along the principal components PC1 and PC2
of the essential subspace. The free energy is given in KJ/mol and indicated by the color bar. The label A-E indicates the region corresponding to the minimum free energy basins and the most populated structural clusters from cluster analysis. NMR and X-ray structure of Ube2g2 and Ube2g2 in complex with the gp78 region of its E3 partner. The average structure of phospho Cdc34 UBC simulations is shown in blue, the NMR (PDB entry 2KLY) and X-ray (PDB entry 2CYX) structure of Ube2g2 are shown in dark and light green, respectively, the structure of Ube2g2 in complex with gp78 region of E3 partner (PDB entry 3H8K) is shown in orange. The catalytic cysteine is shown as yellow stick. 
